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Supplemental Figures Legends

Figure S1. SNP positions for FFAR3/GPR42. (A) Table of SNP positions used for
raster graphs shown in Figure 2, 4, and S2. Synonymous variants are highlighted in
green. All variants detected were bi-allelic (ntA column). (B) GPCR snake plot
(http://tools.gpcer.org) for human FFAR3 (41.1). Polymorphisms are coded as

synonymous (green) or non-synonymous (red).

Figure S2. Unsorted sequence raster diagrams for FFAR and GPR42. (A and B) The
diagrams were generated as in Figure 2 and 4 but alleles were not sorted. The sample
order (left to right) was B01-50, CGO1-05 (celiac-superior mesenteric ganglia), and CO1
(colon). Each sample generated 2 alleles (or a deletion indicated by yellow fill in the
column in B). As the sequencing was not phased, the order of alleles for an individual is

arbitrary.

Figure S3. Distribution of the structural variant dbVar: esv2678346 from 1000
genomes data. Donut plots generated from 1000 genomes data
(http://www.1000genomes.org). Blue represents no deletion, red heterozygous for
deletion, and green homozygous for the deletion. The data were downloaded from the
USCS genome browser ' and individuals matched from ID numbers to specific cohort
using a custom program. The number in the center of the donut represents the number of

individuals sequenced.



Figure S4. Aligned genomic segments containing FFAR3 and GPR42. Positions 1 of
FFAR3 and GPR42 correspond to position 35,848,787 and 35,861,281 of human
chromosome 19 respectively (+ strand). Chromosome positions were determined using
BLAT * with the Feb. 2009 build GRCh37 (UCSC version hg19). Exon 1 and the
noncoding 5' end of exon 2 are highlighted (cyan). Start (green) and stop (red) codons are
indicated. Nucleotide differences within the reference open reading frame of FFAR3 and
GPRA42 are highlighted in yellow. All FFAR3 and GPR42 primer locations used in the
“Materials and Methods” section are labeled. Primers highlighted in green are from Liaw

and Connolly °, with numerical values indicating their prior designation.
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Figure S2
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Figure S3
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TTATGACATAAAAGCGTTGCCCTAGAAGCAGTGTCTGCTATGGATTATGTGCCCATGAAA
ATAGACAGTGGGGACTCCAAAGTGGGGG-AGGGAGGGCGGAGGACAAGG—-—-—— GTGGGA

* * * * *  x Rk S * x * KK *  Kx * Kk *

AGGCAGCTGCTGTCATCATCGCCACCACCATTATTATTGTTATTATTATTACATTGTCA.
AAACTGC--CTATTG-—-—-—-- GGTACTATGTTCACAATTTTGGTAATGGGTTCAATAGAAG
* ok kk kk *x * kk Kk * ok kkk K K KK * kk Kk *

ACAGGGAAAATAGCAGCTGGCATCCGCTGCCTGCT
CCCAAACCTCAGTATTATGCAATATACCCATGTAACA--AACCTGCACATG----- TGCT
kkokk ok ok x Kk K * * ok *k ok ok ok xxx * * ok Kk Kk

CACGACCACACGCCAGGC-TTCCGTCAAACCACTCAACATGTATTAGTAATCTTTTAATC
CCCGAATCTAAAATAAATATTTTCAAAAAGCAATTGACCTATATTATTAACATTTTAATC

* Kk Kk * * * x Rk S I S RS S Ok 3k kO S i KKK K KKK K

GACCTACATAT-TGTTTTAATTTGCATGTGTTAATGCGTTGATCTATGAGATGGGTATTA
TACCTGTATATATGTTTTAATCTGCATGTGTTCATGCTTTGAAATATGG

* kK Kk KAKKK KAAKXKXKXKAKAXAKX KAAXXXAXAXAXAXAKX XXXk XXX * * KKK * KKK K kK

TGATGAGCTCTGTTCTGCAGGGGAGAAAGCAGARACATGGAGAATTTAAGTCATTTCCCC
[TGACAATCCCTGTTCTGT A GGGGAGGAAGAAGAGACACA-—~—~—————= TCTCTTCCCC
* Kk * ok kkkkkkkk kkkkkkk kkk kkk kkk * * * Kk ok ok ok ok

CAAATCACAAAGTCAGGAAGAAACAGACCTCACGGAGCTCGCTCTCTGTCATTGCATCAC
CACATCACAAAGTCAGGAAGGAACAGACCTCACGGAGTCCAGTC--TGTCACTGGCTCAT

KK KAAXKXKXKAKXKAKAKAKAKAKAKAKAKAXAKX AXAXXAXAXXAXAXAXAXAXA XA KKK * * Kx KKK KK kK * kK

ACTTCCTGCCCTTACAAGGCAAATTGGATAAATGCCATTCTAGAGAAGCAGACAAAATTC
GCTTTGTGCCCTTAAAAGGCAAACTGGATAAGTGCCATTCTAGAGAATCAGACAAAATTC

* Kk Kk KAXKXKKKKAKX KAAXXKXKAKAKAKX AXKXKAKXKAKX AAXXXAAXXAXAXAXAXAXAKAAKX AXAXXAXAXAXAXA XK KK

AAGTGAAGAAGGGGAGAGG——---- AAGACGTCGGCTGGGGCCTGCTTAGAGCATCCCAGC
AAGTGGAAGAGAGGGGAGGGGAAGAAGACGTCAGCTGGGGCCTGTTTGGAGCATCCCAGC
kokokokk ok kk kk Kk kK ok okokkkkk Kk kA Kk kkkk  kk Kk kkkkk kKK koK

TGAGACTGCATGAGGAGGGAGGCACGCAGTTGTGGAATTTGTTCCCCTTTTAGCATGCTG
TGAGGCTGCGCAAGGAGGGAGGCACGCAGTTGTGGAATTTGTTCCCCTTTTTGCATACTG

KKKk KKK K KAKXKKAKAKAKAKAKAKAKA KA XA AKX AKX KAKAKAKAAXAXA AKX XA XAAXAAXAKAAAXAKX XXX *x *Kx*

ACCAGCCCTGGCAACGGAGCTCAAGGCATCTATGTGCCACTGCTCAACAGTGAGTGACGT
ACCAGCCCTGGCAACGGAGCTCAAGGCATCTTTGTGCCACTGCTCAACAGTGAGTGATGT

KAKXKXKKXKAKAKAKAKAKAKAKAKA XX AKX AKX KAKAKAKAKAKAKAKAAKX AXAXAXAXAXAXAXAXAXAAXAXAXA XA AKX AKX XA AKX K kK

CATGGGCACGGCCAGGTCTTTATCAGTTCTGCCGGATAAATAGCCAACTGCACTAGGTCT
CATGGGCACGGCCAGGTCTTTATCAGTTCTGCCGGATAAATAGCCAACTGCACTAGGTCT
RS S S S S SRR SRS SR SR SRR SRS RS EEEEEEEEEEEEEEESESEEEEEESEEEEEEST
Exonl FFAR3/GPR42ex1For
GGAGAGACAGCAAGGTGCTGTGCGACAGAGCATTTGGGGTCTCAAAGAAGCAGGTGAGCC
GGAGAGACAGCAAGGTGCTGTGCGGCAGAGCATTTGGGGTCTCAAAGAAGCAGGTGAGCC

KAKXKKAKXKAKAKAKAKAKAKAKAKAKAKAKAKAKAKAKAAKX A XXX KA KA KA KA A A KA KA A KA A KA A A A A A A A KA KRR AR KRR XA XA KKK

TGGGCCCGAGGGGCTGGGTGGAGGAGCACCTTGGTGCTTCTCTGCTGGGGAAGGGACAGG
TGGGCCCGAGGGGCTGGGTGGAGGAGCACCTTGGTGCTTCTCTGCTGGGGAAGGGACAGG

R IRk E Ik kb b b b b b b b b b b h S b Sh b b b bk E 2k bk bk b b b b b b bk b bk bk 3k b bk gk kb

GGACAGGGCATGCTCAGGAAGACAGGCAGGCTGACCCCGCCTGGAAGGCACCCAGAGACA
GGACAGGGCATGCTCAGGAAGACAGGCAGGCTGACCCCGCCTGGAAGGCACCCAGAGACA

R R IRk h h bk b b b b b b b b b b 2k h I b h b b b b kb Ik b bk b b b kb b gk kb bk bk 3k b b b bk b

AGAGGGGTGGGCGTAGTGACCTCGTGCCCTTTTAGGGGAGATGCTGCTGGCCAGAGGCCG
AGAGGGGTGGGCGTAGTGACCTCGTGCCCTTTTAGGGGAGATGCTGCTGGCCAGAGGCCG

R R IRk Ik h kb b b b b b b b b b b h I b Sh b b b b kb 2k b bk b b b kb b gk kb bk bk kb b b b b b b
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Exon2 Start
TTAGGGCCCCCACTACCAACTCCATGTTACTCTCTCTCACCAGTGGCCACCACC GAT
TTAGGGCCCCCACTACCAACTCCATGTTACTCTCTCTCACCAGTIGGCCACCACC GAT

R R IRk Ik E kb b b b b b b b b b b b I b Sh h b b b kb 2k bk S b b b kb b bk b bk bk gk b b b gk kb

ACAGGCCCCGACCAGTCCTACTTCTCCGGCAATCACTGGTTCGTCTTCTCGGTGTACCTT
ACAGGCCCCGACCAGTCCTACTTCTCCGGCAATCACTGGTTCGTCTTCTCGGTGTACCTT

R IR Ik h E kb k2 b b b b b b b b h I b b b bk bk h 2k b b b b b kb b bk b bk bk kb b b bk b

CTCACTTTCCTGGTGGGGCTCCCCCTCAACCTGCTGGCCCTGGTGGTCTTCGTGGGCAAG
CTCACTTTCCTGGTGGGGCTCCCCCTCAACCTGCTGGCCCTGGTGGTCTTCGTGGGCAAG

KKK KK KRR AR AR KA KA KA KA A A KA KA A KA A A A KA A A A A KA A A A A A A KA A A A A A A A A A AR AR AR AR KA A KKK

CTGCAGCGCCGCCCGGTGGCCGTGGACGTGCTCCTGCTCAACCTGACCGCCTCGGACCTG
CTGCGGTGCCGCCCGGTGGCCGTGGACGTGCTCCTGCTCAACCTGACCGCCTCGGACCTG
khkhkk Kk hhkhkhkhkhkhhkhkhkhhhkhhhhhhhhhhhhkhdhhhhhkhrdhhkhhkhkrhrhhkhkhhhhxhxdk
FFAR3/GPR42mFor
CTCCTGCTGCTGTTCCTGCCTTTCCGCATGGTGGAGGCAGCCAATGGCATGCACTGGCCC
CTCCTGCTGCTGTTCCTGCCTTTCCGCATGGTGGAGGCAGCCAATGGCATGCACTGGCCC

R R IRk h h kb b b b b b b b b b 2h b S b Sh b b b bk E h kb kb b b kb b bk b bk bk kb b b bk b

CTGCCCTTCATCCTCTGCCCACTCTCTGGATTCATCTTCTTCACCACCATCTATCTCACC
CTGCCCTTCATCCTCTGCCCACTCTCTGGATTCATCTTCTTCACCACCATCTATCTCACC
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FFAR3/GPR42mRev
GCCCTCTTCCTGGCAGCTGTGAGCATTGAACGCTTCCTGAGTGTGGCCCACCCACTGTGG
GCCCTCTTCCTGGCAGCTGTGAGCATTGAACGCTTCCTGAGTGTGGCCCACCCACTGTGG

R R IRk Ik E kb b b kb b b b b b b b S b Sh b b b bk h 2k bk S b b b b b b bk b b gk bk kb b gk kb

TACAAGACCCGGCCGAGGCTGGGGCAGGCAGGTCTGGTGAGTGTGGCCTGCTGGCTGTTG
TACAAGACCCGGCCGAGGCTGGGGCAGGCAGGTCTGGTGAGTGTGGCCTGCTGGCTGTTG

R R IRk gk E h bk b b bk b b b b b b b h S b Sh b b b bk h 2k kb kb b b kb b bk b bk bk kb b b b bk b

GCCTCTGCTCACTGCAGCGTGGTCTACGTCATAGAATTCTCAGGGGACATCTCCCACAGC
GCCTCTGCTCACTGCAGCGTGGTCTACGTCATAGAATTCTCAGGGGACATCTCCCACAGC

R R IR Ik h kb b 2 b b b b b b b b h S b Sh b b b bk h 2k kb kb b b b b b bk b bk bk kb b b gk kb

CAGGGCACCAATGGGACCTGCTACCTGGAGTTCCGGAAGGACCAGCTAGCCATCCTCCTG
CAGGGCACCAATGGGACCTGCTACCTGGAGTTCTGGAAGGACCAGCTAGCCATCCTCCTG

KAKK KKK KA KA AKX AKX KA AKX KA KA XX AKX KA AKX KAKAKAAKAAKX AXA XXX XA A XA AKX AKX XA AKX AR XA XA KA XA KKK

CCCGTGCGGCTGGAGATGGCTGTGGTCCTCTTTGTGGTCCCGCTGATCATCACCAGCTAC
CCCGTGCGGCTGGAGATGGCTGTGGTCCTCTTTGTGGTCCCGCTGATCATCACCAGCTAC

R R IRk h I bk b b b b b b b b b b b h S b Sh b b b b kb 2k kb b b b b kb b bk b bk bk kb b b b bk b

TGCTACAGCCGCCTGGTGTGGATCCTCGGCAGAGGGGGCAGCCACCGCCGGCAGAGGAGG
TGCTACAGCCGCCTGGTGTGGATCCTCGGCAGAGGGGGCAGCCACCGCCGGCAGAGGAGG

R R IRk h h kb b b b b b b b b b b b S b Sh b b b bk h 2k bk b b b b b b bk b bk bk 3k b b b b b b

GTGGCGGGGCTGTTGGCGGCCACGCTGCTCAACTTCCTTGTCTGCTTTGGGCCCTACAAC
GTGGCGGGGCTGGTGGCGGCCACGCTGCTCAACTTCCTTGTCTGCTTTGGGCCCTACAAC

KAKXKKXKXKXKAKAKAAKX A A KA KA A KA KA KA A KA A KA A A A A KA A KA A A A A A A A A A A A A A AR A AR AR AR KA KK KK

GTGTCCCATGTCGTGGGCTATATCTGCGGTGAAAGCCCGGCGTGGAGGATCTACGTGACG
GTGTCCCATGTCGTGGGCTATATCTGCGGTGAAAGCCCGGTGTGGAGGATCTACGTGACG

KA K KKK KKK KA KA KA KA KA AKX KA KA KA KA A KA A KA A AR KA A AR AAKAAAKAKAAKX AXAXAXAXAAXAAAXA XA XA XA XXX KK

CTTCTCAGCACCCTGAACTCCTGTGTCGACCCCTTTGTCTACTACTTCTCCTCCTCCGGG
CTTCTCAGCACCCTGAACTCCTGTGTCGACCCCTTTGTCTACTACTTCTCCTCCTCCGGG

R IRk Ik Ik kb b b b b b b b b b b E I b Sh b b b bk h Ik kb kb b b b 2k b b gk kb bk bk kb b b gk kb

TTCCAAGCCGACTTTCATGAGCTGCTGAGGAGGTTGTGTGGGCTCTGGGGCCAGTGGCAG
TTCCAAGCCGACTTTCATGAGCTGCTGAGGAGGTTGTGTGGGCTCTGGGGCCAGTGGCAG

R IRk h E kb b b b b b b b b b b h I b Sh b b b b kb h kb kb b b kb b gk gk b bk bk kb b b gk kb

CAGGAGAGCAGCATGGAGCTGAAGGAGCAGAAGGGAGGGGAGGAGCAGAGAGCGGACCGA
CAGGAGAGCAGCATGGAGCTGAAGGAGCAGAAGGGAGGGGAGGAGCAGAGAGCGGACCGA

R R IRk Ik I bk b b 2k b b b b b b 2h h S b Sh b b b bk h h kb kb b b kb b bk b bk b gk kb b b gk b b

CCAGCTGAAAGAAAGACCAGTGAACACTCACAGGGCTGTGGAACTGGTGGCCAGGTGGCC
CCAGCTGAAAGAAAGACCAGTGAACACTCACAGGGCTGTGGAACTGGTGGCCAGGTGGCC

KKK KK AR KRR AR AR KA KA KA KA A A KA KA AR A A A KA KA A A A A A A A A A A A A A A A A A A A AR AR AR AR KRR KKK
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Stop
TGTGCTGAAAGC GTCCTCCGGGGGAGGAGGGTGTAGCTGGCAT
TGTGCTGAAAAC] GTCCTCCGGGGGAGGAGGGTGTAGCTGGCGT

KAKXKKAKXKKAKAKX AAKXKAKXKAKAKAKAKAKA KA KA AKX XAXAA AKX KA XAAAXAXAXAKAKAKAKAAKX AXAXAXAXAXAXAXAXA AKX KKK

GCTCACGCCAGGAGGGACTTGGAGTGGCGAGCTGGGGCCCGATGGGGCTTGG
GCTCACGCCAGGAGGGACTTGGAGTGGCGAGCTGGGGCCCGATGGGGCTTGG

R IR Ik h E kb k2 b b b b b b b b h I b b b bk bk h 2k b b b b b kb b bk b bk bk kb b b bk b

GGGCAGAGTAGACATCTAGCCTCCCTAAGGGTATGCGCGCTAAAGCCCAGCTCTCGATCT
GGGCAGAGTAGACATCTAGCCTCCCTAAGGGTATGCGCGCTAAAGCCCAGCTCTCGATCT

KKK KK KRR AR AR KA KA KA KA A A KA KA A KA A A A KA A A A A KA A A A A A A KA A A A A A A A A A AR AR AR AR KA A KKK

CACCTCCATCCCCATCCACCCACACACTATGGATTGGGCTCTGGGAAGGGGTCAGGGTGA
CACCTCCATCCCCATCCACCCACACACTATGGATTGGGCTCTGGGAAGGGGTCAGGGTGA

R IRk h Ik kb b b b b b b b b b 2h h S b Sh b b b b kb 2k kb b S b b b kb b bk b bk bk 3k b b b bk b

GAGGCTGCTCTGGAGAACAATGAGGTCCTCATAGCAGCAGGCAGCTCCTGTGTTTTCTTG
GAGGCTGCTCTGGAGAACAATGAGGTCCTCATAGCAGCAGGCAGCTCCTGTGTTTTCTTG

R IRk Ik I bk bk I b b b b b b b h S b h b b b b kb 2k b bk b b b kb bk kb bk kb b b kb kb

AGGGTGGCAGAGGAGCTAAGAGCAGTGCCCAGGGTCTGAGGGGGCTGCCCAGTGAGTGGC
AGGGTGGCAGAGGAGCTAAGAGCAGTGCCCAGG-TCTGAGGGGGCTGCCCAGTGAGTGGC

KAKXK KA KA KA AKX AKX KA KA AKX KA AKX KA AKX KA AKAKAKAKAXAKAAKX AKX XXX XA AKX AKX A AKX AKX XA XXX XA XA XK KK

AGGGGCAGGAGAGGGGAGAACCCCATCCTCAGAGCTGCTCCCAGCCAGCGAGTCAGGAGC
AGGGGCAGGAGAGGGGAGAACCCCATCCTCAGAGCTGCTCCCAGCCAGCGAGTCAGGAGC

R R IRk Ih kb b b b b b b b b b b S b Sh b b b b b b 2k b bk kb b b b b b 2k b b gk gk b bk b 3k gk kb

GGGGGAGACAGGGCTCCAGGGATGAGGCCGCATTCTGCTCCCACAGCGCCTTTTCCAGAA
GGGGGAGACAGGGCTCCAGGGATGAGGCCGCATTCTGCTCCCACAGTGCCTTTTCCAGAA

KA K KA KKK KA KA KA KA KA KA KA KA KA KA KA KA A KA KA A AR KA A A KA A AR KA AAKA KA KA AKAAKAAKX A XXX XAXAXAXA XXX KK

AGTTCCCATTGCTCAATAAATGTGGATCATCAGAGACATTTATGAACAATGACAGAAGAA
AGTTCCCATTGCTCAATAAATGTGGATCATCAGAGACATTTATGAACAATGACAGAAGAA

R IRk Ik Ik kb kb b b b b b b b h S b Sh b b b b kb 2k b b b b b b 2k b b gk kb kb kb b gk kb

AAATTACCCAAATAAATGTGGAAGCAAGCAAAAGAGAACAGTGTTTCCTTCTTCTCCTGT
AAATTACCCAAATAAATGTGGAAGCAAGCAAAAGAGAACAGTGTTTCCTTCTTCTCCTGT

R R IRk E kb b b b b b b b b b E I b dh b b b bk E 2k b b b b b b b b b b b bk k3 bk b b b b b

TTTGTTCTGGTGGTGTGCTTGGGCCGGGTGGGACTGGTGGATGGAAGGAGAAAACACCAG
TTTGTTCTGGTGGTGTGCTTGGGCCGGGTGGGACTGGTGGATGGAAGGAGAAAACACCAG

R IRk Ik Ik b b b b b b b b b b h I b Sh b b b b b b 2k b b b b b b b b b b b b gk gk b b b kb kb

ACTCTGGAGGAAAAGGGCCAAACACCAGGATGCCTGGATGCTGGGAGAGGATCTGGCTTG
ACTCTGGAGGAAAAGGGCCAAACACCAGGATGCCTGGATGCTGGGAGAGGATCTGGCTTG

R R IRk h h kb b b b b b b b b b b b S b Sh b b b bk h 2k bk b b b b b b bk b bk bk 3k b b b b b b

CAGGGATGAAAATAACAGCTGCCCTGTCTAAAGGACTTGGCCTGACACATCATCTCCTTC
CAGGGATGAAAATAACAGCTGCCCTGTCTAAAGGACTTGGCCTGACACATCATCTCCTTC

R IR Ik Ik Ik kb kb b h b b b b b h I b h dh b b bk h 2k b b b S b b b 2k b bk kb bk kb bk gk ki

TATCTCTCAATAGCCCTGTGAGAGGTACCAGCATTATCCCCAGTTTCAGATGAAGGAGTG
TATCTCTCAATAGCCCTGTGAGAGGTACCAGCATTATCCCCAGTTTCAGATGAAGGAGTG

R IR E h E Ik kb b b b bk b b b b E I b h dh b b bk E 2k b b S b b b b b b gk b b bk gk 3k bk b b b b

GCCCAGAGAGGTGACACCTCCTACCTGAGATCCCATAGCTGGTGGGCGATTGAAGTGGGA
GCCCAGAGAGGTGACATCTCCTACCCGAGATCCCATAGCTGGTGGGCGATTGAAGTGGGA

KAXKXKKXKXKXKAKAKXKAKAKAKAKAKX AAXXKXKXKAXAKX AAXKAKAKA AKX KA A A AKX A XA XA A A A XA XA AKX AKX KA A XA XA XA KKK

CCAGAAGCTGGTGTCAGTTGACTCTGACACCCATGCCCCTAAGCCACTCTGCTGTTCTCC
CCAGAAGCTGGTGTCAGTTGACTCTGACACCCATGCCCCTAAGCCACTCTGCTGTTCTCC

R IRk h Ik kb b b kb b b b b b b h I b dh b b b b kb Ik bk b b b b b b bk b bk b gk kb b b b b b

ATCTGTGTGTCACCTGTGGTCACCTGGCCCAGTCAAATGTCCCAAGTCAGATAAGTCTGT
ATCTGTGTGTCACCTGTGGTCACCTGGCCCAG-————————————— TCAGATGAGGCTGT
ok ok ok ok ok ok ok k kK K kK Kk ok kK ok ok ok ok k kK K K K K K K kokokokkk Kk Kxx Kk

CTGAGCAGGACAAATATAAACAGGCCATGATAAGAAACAGAACTAAATGCAAAGCGTATT
CTGAGCAGGACAAATGCAAACAGGCTGTGATAAGGAACAGAAGTAAATGCAAAGCACAGT

R E Rk Ik Ik ki i KKK KK KKK KAXKXKKAKAKX KAAKXKAKAKAKX AAXXAXAXAXAXAKAKA KK *  x
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GACTATTTGTGTGGGTTCAACCTTTTCCCAGTAAAAAAGCCCTCTTGGAAAAAAAGAAAA
GAGTATCTGTGTGAGTGCATCCTCTCCCCAGTAAAGAAGACTTCTTG-AAAAGTATAGAT

KKk KKK KKK KKAKX KKk Ak KAKkKk kK KAAXKKAKAKAKAXAKX KAk kX KAAkAkAkKk KAk K I

AAAGATAATTAGTCAGCACAATGGACTTCAGGTTTCTGCAAAGTCAGAGA--GATGTTCC
TACGATACTTGGAGTCAATGATTGGG--CAGGTGACT-CACAGTGGGCACCCGATGCTCC

* kkkk kKk Kk * * Kk Kk KKK KK KKk KKk KKK * KKK K KKK

TCAGAGCTCTATTCATCAAAATATGGCCATTCAGGAAGTTTTCATGTTCCCTGAGTGGTG
TC-GATCTTAGCT------ AATGCAGGATCTCTTCAACTTTTTACATCCTT—————— GTC
kK kk ko * * ok * * % *k kkkk Kk Kk * * %

GCCCATGAGAAATAGCTGGTCAGGACCTCCTCCCCAAGCAAGGCCACCTGAGACTCGCCA
CCCTTCAGAAGCCTCTTTGGATATACATCTTTCCTACACAGCACATTCCTCTGCCTGCTT

* ) * *  Kx XKk kk kK Kk Kk * Kx * * * * x

GCCCCTGTTTGCATGCTGTCAGCAGTATTTCAGAAGCATTTGTTGAACACCTAT-TGCAT
ATGCA-ATTTCAGTGCAACCAACA-CACTGTCGGTTTATGTGTTGTGGCCCTTTACAAAG
* * Kk Kk * KKk * Kk kK *  x * KKk KKK KK KKK Kk *
R3
GCAGA---TGGCTGGGCTCAGAACTTCGGG-—---- GAGTTCGACACTAAGGTCTTTAAAT
ACAGAAACTGGCTGGGCGCAGTGGCTCATGCCTATAATCCCAGCACTTTGGGATGCCGAG

* Kk Kk KAXXKKXKKKAKKX KX K * Kx * * * * KKK * x * *

ATCTGCTTCCTCCCTGGGGTTAAGTGTGCCGGGAGAATGAAGACTGGCTGTGTGTGGGGA
GCAAGAGAATCACTTGAGGTCAGGAGTTT---GAGACC--AGCCTGGCCAACATGGTGAA

* *x Kk kkk ok ok k% * KKK KKk KKK KK I

AGTGGATTTCAGGTGGAAGGAGAGGGACTCTGTGGAGAGTTGAAACCATGAGCTGTCTCT
ACTTTGTCTCTACTAAAAGTACAAATATTAGCCGCATA--TGGCAGCATGCACCT----—
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